10 30 50 

CTAGAGCTAGCAGGAGTAACTCTCATGGAACCTTGGAAACCATTCTTCAATTGAATTTCA 

70 90 110 

GGGCACATTTGAATCAGTACCCAGGGGCACTGTACTATGCTCCCAGCTGGACCTTAGTTT 

130 150 170 

CCTCCTCCTCGTTTCACCCTGTGAGTAATTAACAGACAAAATTTTTTTTTTTTTTTTTTT 

190 210 230 

TTTTTTTTTTTTTTTGCCCTCCAGTGGAGAAGGTGGCCAGTTCTCAGACAGAGGAAGAGT 

250 270 290 

AGAAATCATAAATGAGAGCTGTCTTCATCCAAGGTGCTGAAGAGCACCCTGCGGCATTCT 
MRAVFIQGAEEHPAAFC 
310 330 350 

GCTACCAGGTGAATGGGTCTTGCCCCAGGACAGTACATACTCTGGGCATCCAGTTGGTCA 
Y.QVN G S C PRTVH TL 3 I Q L V I 
370 390 410 

TCTACCTGACCTGTGCAGCAGGCATGCTGATTATCGTGCTAGGGAATGTATTTGTGGCAT 
YLTCAAGMLI I VLGNVFVAF 
430 450 470 

TTGCTGTGTCCTACTTCAAAGCGCTTCACACGCCCACCAACTTCCTGCTGCTCTCCCTGG 
AVSYFVALHTPTNFLLLSLA 
490 510 530 

CCCTGGCTGACATGTTTCTGGGTCTGCTGGTGCTGCCCCTCAGCACCATTCGCTCAGTGG 
LADMFLGLLVLPLSTIRSVE 
550 570 590 

AGAGCTGCTGGTTCTTCGGGGACTTCCTCTGCCGCCTGCACACCTACCTGGACACCCTCT 
SCWFFGDFLCRLHTYLDTLF 
610 630 650 

TCTGCCTCACCTCCATCTTCCATCTCTGTTTCATTTCCATTGACCGCCACTGTGCCATCT 
CLTSIFHLCFISIDRHCAIC 
670 690 710 

GTGACCCCCTGCTCTATCCCTCCAAGTTCACAGTGAGGGTGGCTCTCAGGTACATCCTGG 
D P L L Y P S K F TV RVAL RY I L A 
730 750 770 

CAGGATGGGGGGTGCCCGCAGCATACACTTCGTTATTCCTCTACACAGATGTGGTAGAGA 
GWGVPAAYTS LFLYT DVVET 
790 810 830 

CAAGGCTCAGCCAGTGGCTGGAAGAGATGCCTTGTGTGGGCAGTTGCCAGCTGCTGCTCA 
RLSQWLEEMPCVGSCQLLLN 
850 870 890 

ATAAATTTTGGGGCTGGTTAAACTTCCCTTTGTTCTTTGTCCCCTGCCTCATTATGATCA 
KFWGWLNFPLFFVPCLIMIS 
910 930 950 

GCTTGTATGTGAAGATCTTTGTGGTTGCTACCAGACAGGCTCAGCAGATTACCACATTGA 
LY VKI FVVATRQAQQITTLS 
970 990 1010 

GCAAAAGCCTGGCTGGGGCTGCCAAGCATGAGAGAAAAGCTGCCAAGACCCTGGGCATTG 
KSLAGAAKHERKAAKTLGIV 
1030 1050 1070 

TTGTGGGCATATACCTCTTGTGCTGGCTGCCCTTCACCATAGACACGATGGTCGACAGCC 
VGIYLLCWLPFTIDTMVDSL 
1090 1110 1130 

TCCTTCACTTTATCACACCCCCACTGGTCTTTGACATCTTTATCTGGTTTGCTTACTTCA 
LHF ITPPLVFDIFIWF AYFN 
1150 1170 1190 

ACTCAGCCTGCAACCCCATCATCTATGTCTTTTCCTACCAGTGGTTTCGGAAGGCACTGA 
SACNPI IYVFSYQWFRKALK 
1210 1230 1250 

AACTCACACTGAGCCAGAAGGTCTTCTCACCGCAGACACGCACTGTTGATTTGTACCAAG 
LTLSQKVFS PQTRT'VD. LYQE 
1270 129a 1310 

AATGATTCCTTCTACTAAATGCAGGCAAGGAGTAGGACCTCACAGGAAAGATAAGTGGCA 
★ 

1330 1350 1370 

CTGTGACCGCGGGCTGTGTGGTGTTGAGTTTGTGGGCATGCTTCCAGGACAGCATGGGTT 



• 



Homology Comparison 
HDGRC02 X Mu.0-1 Adrenoceptor 



Percent Similarity: 55.864 Percent Identity: 32.099 



3 AVFIQGAEEHPAAFCYQVNGSCPRTVH . TLGIQLVIYLTCAAGMLI IVLG 5 1 
| : : | . . . : . : • . : | | . | . : | | : . | : : | • : | : | | : | 

30 ARLLVLASPPASLLPPASEGSAPLSQQWTAGMGLLVALI. . . .VLLIWG 75 

. 1 • • • • 

52 1WFVAFAVSYFKALHTPTNFLLLSLALADMFLGLLVLPLSTIRSVESCWF 101 

||:| -|:. . hi ||::::||| | | : . : | | | | s | : s . . | : | 
7 6 STvlJVIVAIAKTFr^ 125 
. • • • * 

102 FGDFLCRLHTYLDTLFCLTS I FHLCFI S IDRHCAICDPLLYPSKFTVRVA 151 

:|.|:| I I :|.| - -II II • I - • I I • I I - h I • I • I I 
126 YGSFFCELWTSVDVLCVTASIETLCVIALDRYLAITSPFRYQSLLTRARA 175 

. • • • • 

152 LRYILAGWGVPAAYTSLFLYTDVVETRLSQWLEEMPCVG . . . SCQLLLNK 19 8 

• I . . | C ? . | Z 2 • . II. Z • • • I • • • I • s|lI2 | " 

176 RALVCTVWAISA1.. . . VSFLPILMHWVTOAESDEARRCYNDPKCCDFVTNR 222 

• • - • • • 

199 FWGWLNFPL . FFVPCLIMISLYVKIFWATRQAQQITTLSKSLAGA . . . . 243 

i : . .2 | : | | | | : | : : : | | i | . . • | . - . : . : | : 
223 AYAIASSWSFYVPLCIMAFVYLRVFREAQKQVKKIDSCERRFLGGPARP 272 

244 AKHERKAAKTLGIWGIY 2 61 

I :|.|| 

273 PSPEPSPSPGPPRPADSLANGRSSKRRPSRLVALREQKALKTLGIIMGVF 322 

262 LLCWLPFTII^MVDSLLHFITPPLVFDIFIWFAYFNSACNPIIYVFSYQW 311 

I I I I I I :..:|..: = s.|. :| :| |::| ||| Mill- I = = 
323 TLCWLPFFLAN\A/KAFHRDLVPDRLFVFFNWLGYANSAFNPI I YCRSPDF 372 

312 FRKALKLTLSQKVF S PQTRTVD" 333 

: : | : . : | . . . 

373 RKAFQRLLCCARRAACRRRAAH 3 94 



m 



Homology Comparison 
HDGRC02 X Hu. D2 receptor 



Percent Similarity: 58.333 Percent Identity: 32.000 

8 GAEEHPAAFCYQVNGSCPRTVHTLGIQLVIYLTCAAGMLIIVLGNVFVAF 57 

: . : : : . . | | | . : . : II : =11 = 111 = 1- = 

10 DDDLERQNWSRPFNGSDGKADRPHYNYYATLLT. .LLIAVIVFGNVLVCM 57 

• * • * * 

cq aTzcypTTAT.HTPTNFLLLSLALADMFLGLLVLPLSTIRSVESCWFFGDFLC 107 

" TiT"Vl'lh|.lhh = llhlh"= Ihh "-i = i h = I „ 

58 AVSREKALQTTTNYLIVSIAVADLLVATLVMPWVVYLEWGEWKFSRIHC 107 

108 RLHTYLDTLFCLTSIFHLCFISIDRHCAICDPLLYPSKFTVRVALRYILA 157 

: . ||-: = l -IhHI lllll--h- hil : : 

108 DI FVTLDVMMCTAS I LNLCAI S I DRYTAVAMPML YNTRYS SKRRVTVMI S 157 

158 . GWGVPAAYTSLFLYTDVVETRLSQWLEEMPCVGSCQLLLNKFWGWLNFP 2 06 

.1.:. : | : . | • • : : : • : • 

158 IVWVLSFTISCPLLFG LNNADQNECIIANPAFW YSSIV 196 

207 LFFVPCLIMISLYVKIFWATRQAQQITT LSKSLAGAAKH 246 

| : | | : : : : I : I I : : I | . . . : . |" I • • 1 : I 1 = = 

197 S F YVPF I VTLLVYIK I YI VLRRRRKRVNTKRS SRAFRAHLRAPLKEAARR 246 

047 * " ! ERKAAKTL 254 

1 = 1 1.. I 

297 EKNGHAKDHPKIAKIFEIQTMPNGKTRTSLKTMSRRKLSQQKEKKATQML 346 

255 GIWGIYLLCWLPFTIDTMVDSLLHFITPPLVFDIFIWFAYFNSACNPII 304 

: | | : | : : : : | | | | | | . : :: . • I I = = = • I • I = = I • I I I • I I I I 
347 AIVLGVFIICWL.PFFITHILNIHCDCNIPPVLYSAFTWLGYVNSAVNPII 396 

305 YVFSYQWFRKALKLTL 320 

I. 1111= -I 

397 YTTFNIEFRKAFLKIL 412 



